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LEEQKLELLQQQKKGYMQKIFSQELRFKDENGNDYPNWEEKKIEDIASQVYGGGTPN---TKIKEFWNGDIPWIQSSDVKVNDLILRQCNKFISKNSIELSSAKLIPANSIAIVTRVGVGKLCLVEFDYATSQDFLSLSSLKYDKLYSLYSLLYTMKKISANLQGTSIKGITKKELLDSIIKIPHNLEEQQKIGDLFYKIDKYISFNKCKIEILKSLKQGLLQKIFI Fig. S1 . Alignment of the HsdS sequences. The HsdS1 and HsdS2 sequences from all strains used in this study were aligned using ClustalW. TRDs homologous in two or more proteins are highlighted in color. Domains highly conserved in all proteins are in yellow. Fig. S2 . Alignment of type III-like endonuclease sequences from different strains. The type III-like restriction endonuclease gene from RN4220, its parent NCTC 8325 (Q2FVC3), N315 (Q7A3L0 and Q7A3K9), Mu3 (A7 × 6G0 and A7 × 6G3), Mu50 (Q99RE5 and Q99RE4), and the MRSA strain from the local hospital were aligned using ClustalW on EBI-EMBL (http://www.ebi.ac.uk/Tools/clustalw2/). The stop codons in RN4220, N315, Mu3, Mu50, and HUG are indicated by an asterisk. 
